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Abstract

We studied genetic variations at the mitochondrial cytochrome b
(cyt b) gene in wild populations of the Medaka fish (Oryzias latipes)
from 58 sites of Yamagata prefecture by the polymerase chain reaction-
restriction fragment length polymorphisms (PCR-RFLPs). In addi-
tion, we determined the nucleotide sequences of cyt b from 13 speci-
mens and reconstructed a phylogenetic tree. Our results showed that,
in Yamagata prefecture, the wild populations of the Medaka fish were
mainly divided into two groups: One group distributed in the northern
coastal area and another distributed in the inland area. The boundary
between those areas was detected in Mamurogawa-machi, Sakekawa-
mura and Tozawa-mura.
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